FILE 'MEDLINE, EMBASE , US PAT FULL, BIOSIS, CAPLUS ' ENTERED AT 11:11:10 ON 

22 AUG 2002 
L1 1942 S (IGF-1 RECEPTOR) 

L2 191 S LI (P) (BINDING PROTEIN) 

L3 90 DUP REM L2 (101 DUPLICATES REMOVED) 

L4 2 3 S L3 (P) (CANCER OR PROLIFERAT?) 



Query Match 93.1%; Score 1589.2; DB 9; Length 1765; 

Best Local Similarity 98.1%; Pred. No. 6.6e-219; 

Matches 1669; Conservative 0; Mismatches 27; Indels 6; Gaps 
Qy 11 ggaggcaaccacactagtttagatcttctggtgaccccacttctcgctgctcatgccgct 70 

II Ml I I I 1 1 II I MM! Ill III illlllll llllllllllllllll 

Db 36 GGCGGCGGCGGCGGCGGAGCAGATCTTCTGGTGACCCCACTTCTCGCTGCTCATGCCGCT 95 

Qy 71 gggactggggcggcggaaaaaggcgccccctctagtggaaaatgaggaggctgagccagg 130 

1 1 ■ 1 1 1 1 ! I M III Mill III III III II I II Ml I II III III III III MM 

Db 96 GGGACTGGGGCGCCGGAAAAAGGCGCCCCCTCTAGTGGAAAATGAGGAGGCTGAGCCAGG 155 

Qy 131 ccgtggagggctgggcgtgggggagccagggcctctgggcggaggtgggtcggggnnccc 190 

Ml I II Mil II I Mill Ml III I Mill MM I Ml II III Ml III Mill III 

Db 156 CCGTGGAGGGCTGGGCGTGGGGGAGCCAGGGCCTTTGGGCGGAGGTGGGTCGGGGGGCCC 215 
Qy 191 ccaaatgggcttncncccccctcccccagccctgcggccccgcctcgtgttccacaccca 250 

III Mill MM I Ml III III III III III III II Mill III I Ml 1 1 III II 

Db 216 CCAAATGGGCTTGCCCCCCCCTCCCCCAGCCCTGCGGCCCCGCCTTGTGTTCCACACCCA 275 
Qy 251 gctggcccatggcagtcccactggccgcatcgagggcttcaccaacgtcaaggagctgta 310 

IMM II MMMMMMMMMMIMM I MMMMMMMMIMM 

Db 2 76 GCTGGCCCATGGCAGTCCCACTGGCCGCATCGAGGGGTTCACCAACGTCAAGGAGCTGTA 335 
Qy 311 tggcaagatcgccgaggccttccgcctgccaactgccgaggtgatgttctgcaccctgaa 3 70 

Ml II I I MMMMMMMMMMMMMM II III MIMIIMM 

Db 3 3 6 TGGCAAGATTGCCGAGGCCTTCCGCCTGCCAACTGCCGAGGTGATGTTTTGCACCCTGAA 3 95 
Qy 3 71 cacccacaaagtggacatggacaagctcc tggggggccagat cgggctggaggactt cat 43 0 

Illlllll II II MMMMMMMMIMM I M 1 1 M II II II I M II 1 1 

Db 3 96 CACCCACAAAGTGGACATGGACAAGCTCCTGGGGGGCCAAATCGGGCTGGAGGACTTCAT 455 
Qy 431 cttcgcccacgtgaaggggcagcgcaaggaggtggaggtgttcaagtcggaggatgcact 4 90 

MMIMIMM MMMMMMIMMIMIMM II II IMIIIIIIIIIIII 

Db 456 CTTCGCCCACGTGAAGGGGCAGCGCAAGGAGGTGGAGGTGTTCAAGTCGGAGGATGCACT 515 
Qy 491 cgggctcaccatcacggacaacggggctggctacgccttcatcaagcgcatcaaggaggg 550 

1 1 1 1 ( J 1 1 1 III III 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 i I i I II i 1 1 1 [ 1 1 1 1 1 1 1 1 1 1 [1 1 1 

Db 516 CGGGCTCACCATCACGGACAACGGGGCTGGCTACGCCTTCATCAAGCGCATCAAGGAGGG 575 
Qy 551 cagcgtgatcgaccacatccacctcatcagcgtgggcgacatgatcgaggccattaacgg 610 

Illlllll MMMMMMMMMMMMMM III III III Illlllll III MM 

Db 576 CAGCGTGATCGACCACATCCACCTCATCAGCGTGGGCGACATGATCGAGGCCATTAACGG 635 
Qy 611 gcagagcctgctgggctgccggcactacgaggtggcccggctgctcaaggagctgccccg 670 

MMMMMMMMMMMMMM I M 1 1 1 1 1 1 1 1 II I II II 1 1 Illlllll 

Db 63 6 GCAGAGCCTGCTGGGCTGCCGGCACTACGAAGTGGCCCGGCTGCTCAAGGAACTGCCCCG 695 
Qy 671 aggccgtaccttcacgctgaagctcacggagcctcgcaaggccttcgacatgatcagcca 73 0 

II II II I II I II I II Ml 1 1 1 II II II 1 1 II I II I II 1 1 1 1 1 1 1 1 II I II II I II I II 1 1 

Db 696 AGGCCGTACCTTCACGCTGAAGCTCACGGAGCCTCGCAAGGCCTTCGACATGATCAGCCA 755 
Qy 731 gcgttcagcgggtggccgccctggctctggcccacaactgggcactggccgagggaccct 790 

MIMIIIIIII Ml Ml II I Ml Ml III Ml III IMMI II I MMMIIIIIMM 

Db 756 GCGTTCAGCGGGTGGCCGCCCTGGCTCTGGCCCACAACTGGGCACTGGCCGAGGGACCCT 815 
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lilllll ■ lllllillllliMIIIMIIIII.i Mllllllllllilllllllll 

GCGGCTCCGATCCCGGGGCCCCGCCACGGTGGAGGATCTGCCCTCTGCCTTTGAAGAGAA 875 
ggccattgagaaggtggatgacctgctggagagttacatgggtatcagggacacggagct 910 

IIIIIIIIMIMIIIIIIIIIMIIIIIIIIIIIIIIIIIIIII1IIIIIIMIMIII 

GGCCATTGAGAAGGTGGATGACCTGCTGGAGAGTTACATGGGTATCAGGGACACGGAGCT 935 
ggcagccaccatggtggagctgggaaaggacaaaaggaacccggatgagctggccgaggc 970 

Ml ' MM Ml IMMM I I I I Ml IMMMIIMM I I MI 

GGCGGCCACCATGGTGGAGCTGGGAAAGGACAAAAGGAACCCGGATGAGCTGGCCGAGGC 995 
cctggacgaacggctgggtgactttgccttccctgacgagttcgtctttgacgtctgggg 103 0 

Mill II lllllllll Ml Mill IMIIIIIM llllllllllllll IMIIIIIIII i 

CCTGGACGAACGGCTGGGTGACTTTGCCTTCCCTGACGAGTTCGTCTTTGACGTCTGGGG 1055 
cgccattggggacgccaaggtcggccgctactaggactgcccccggaccctgcgatgatg 1090 

IIMIMIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIM 

CGCCATTGGGGACGCCAAGGTCGGCCGCTACTAGGACTGCCCCCGGACCCTGCGATGATG 1115 
acccgggcgcaacctggtgggggcccccagcagggacactgacgtcaggacccgagcctc 1150 

IMIIIIIIMIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIMIIIIIIIIMIIIIM 

ACCCGGGCGCAACCTGGTGGGGGCCCCCAGCAGGGACACTGACGTCAGGACCCGAGCCTC 1175 
c-agcctgagcctagctcagcagcccaaggacgatggtgaggggaggtggggccaggccc 12 09 

I IIIIMIIIIIIIIIIIIIIIIIMMIIIMIIIIIIMMIIIIIIIMIIIIIII 

CAAGCCTGAGCCTAGCTCAGCAGCCCAAGGACGATGGTGAGGGGAGGTGGGGCCAGGCCC 1235 
cctgccccgctccactcggtaccatcccctccctggttcccagtctggccggggtccccg 12 69 

IMMIIMIIIM IIIMIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIII 

CCTGCCCCGCTCCAATCGGTACCATCCCCTCCCTGGTTCCCAGTCTGGCCGGGGTCCCCG 12 95 
gcccccctgtgccctgttcccca-cctacctcagct-gggtcaggcacaggg-aggggag 1326 

I I I I MIM I I MM I I I I I MINN 

GCCCCCCTGTGCCCTGTTCCCCACCCTACCTCAGCTGGGGTCAGGCACAGGGAAGGGGAG 1355 
ggatcagccaaa-ttgggcggccacccccgcctccaccactttccaccatcagctgccaa 13 85 

1 1 1 1 1 1 1 1 1 1 1 1 IMIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIMIMIIIIII 

GGATCAGCCAAATTTGGGCGGCCACCCCCGCCTCCACCACTTTCCACCATCAGCTGCCAA 1415 
actggtccctctgtctccctggggccttgggttctgtttgggggtcatgaccttcctagt 1445 

1 1 1 1 1 M II II II 1 1 II I II II I M ■ M II M II II II 1 1 II I II II 1 1 M M I II I 

ACTGGTCCCTCTGTCTCCCTGGGGCCTTGGGTTCTGTTTGGGGGTCATGACCTTCCTAGT 14 75 
ttcctgacgcagggaatacaggggagagggttgtccttccccccagcaaatgcaataatg 15 05 

1 1 1 1 1 1 1 1 1 1 1 m 1 1 r 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 e 1 1 i r i f 1 1 1 1 1 1 1 1 1 r 1 1 1 1 e r 

TTCCTGACGCAGGGAATACAGGGGAGAGGGTTGTCCTTCCCCCCAGCAAATGCAATAATG 1535 
ccctcacccctcctgagaggagccccctccctgtggagcctgttacctccgcatttgaca 1565 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 ■ ' I ! 1 1 f 1 1 1 1 1 1 1 1 [ I [ 1 1 1 1 1 ' ! i 1 1 1 ! 1 1 1 M f 

CCCTCACCCCTCCTGAGAGGAGCCCCCTCCCTGTGGAGCCTGTTACCTCCGCATTTGACA 1595 
cgagtctgctgtgaaccccgcaacctcctccccacctcccatctctccttccaggcccat 1625 

Mm 1 1 f i ii m 1 1 1 1 r 1 1 1 r 1 1 1 r i m 1 1 1 1 1 1 i 1 1 1 1 r 1 1 m 1 1 1 1 1 1 1 1 j 1 1 1 r i 

CGAGT - TGCTGTGAACCCCGCAACCTCCTCCCCACCTCCCATCTCTCCTTCCAGGCCCAT 1654 
162 6 ccctggcccagagcaggagggagggagggacgatggcggtgggtttttgtatctgaattt 1685 



Db 1655 CCCTGGCCCAGAGCAGGAGGGAGGGAGGGACGATGGCGGTGGGTTTTTGTATCTGAATTT 1714 
Qy 1686 gctgtcttgaacataaagaatc 1707 
Db 1715 GCTGTCTTGAACATAAAGAATC 1736 



